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<160> 7 
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<210> 1 

<211> 2182 

<212> DNA 

<213> Homo sapiens 



<220> 

<223> Bcl2 -associated athanogene 4 
Death Domains (SODD) 



(BAG4) , Silencer of 



<400> 1 

aggtaagagg 

acggtgtctt 

agctttcggg 

cgaccccctt 

cgtggggagc 

tcgggctacg 

gatgtgccgg 

cccatttcct 

ggaggaggcg 

ggaagccacc 

gcgagatcta 

agtttgaatt 

aatactgcct 

acagaagttc 

atctatcccc 

tatccgcctt 

cgtagtgttc 

ggtgcttatg 

ggcaatctct 

cccccttcac 

caaagcatga 

gtgaacaatg 

ctgtatggta 

gaagaatgtg 

ctggagaagg 

aaagcatact 

gaaactgggg 

gccatactgg 

ctgttactaa 

tgttgatgac 

caaaggaatg 

aataggaaac 

gatatctaca 

cagaaaccta 



aaactccatt 
ccttcgtctc 
gttcggcagc 
cgctgctctc 
ggggcgggaa 
gccccagtga 
tacacccacc 
ggcgggtgcg 
atggctacta 
aggagcagcc 
gggctcctta 
cttatacaaa 
catactcagg 
caagtactta 
agcaggactg 
cacagaaccc 
cacaatcagg 
gaatgggtgg 
acatgactga 
ccccagtcca 
accggcacaa 
atgattcaga 
atgccaccag 
taccttcaga 
tccagtatct 
ggcttctgga 
gccaggactc 
aaaaattaga 
cttgaccaaa 
aagaagcaat 
gaagaatatt 
tatggagtta 
agctgcttct 
ccagatgaaa 



ggataaatgg 
cgggttcccg 
agaaggggcg 
cattcgcaat 
gcgcttcagg 
cggtccgtcc 
tccaccctta 
cgggggcggc 
tccctcggga 
accatatcct 
cccaagtaca 
tggagcgtat 
ggcttattat 
ccgttcatct 
tcagactgaa 
tggaatgacc 
accgactgta 
ccgttatccc 
aagtacttca 
gcagcccaag 
ctttccttgc 
tcttttggat 
tgaccatccc 
tgaaagtact 
tgaacaagaa 
agaaatgcta 
tgtacggcag 
aaaaaaagga 
gaacacttga 
acattccagc 
ttagtcatga 
ccaatattgc 
taccagcagg 
ctggatataa 



cgaggaaacg 
agaccccaga 
ggcccgggcc 
cgcccgcggg 
gcagcggatc 
tacggccgct 
tatcctcttc 
ccggcggaga 
ggcgcctggc 
agctacaatt 
tatcctgtaa 
ggtccaacat 
gcacctggtt 
ggcaacagcc 
gcaccccctc 
ctgccccatt 
cgaccacaag 
tggccttcat 
ccatggccta 
gattcttcat 
agtgtccatc 
tcccaagtcc 
aacaatcaag 
cctccgagta 
gtagaagaat 
accaaggaac 
gccagaaaag 
ttatgaaagg 
tttggttaat 
tttcctttga 
gttgttttca 
caagtagact 
agggaaacac 
tctgagacaa 



tatactccct 
gtcactgacc 
tgggattggc 
cgcctgcgcg 
ccatgtcggc 
actacgggcc 
gccctgaacc 
ccacctggct 
cagagcctgg 
ctaactattg 
gaccagaatt 
accccccagg 
atactcagac 
caactccagt 
ttagggggca 
atccttatgg 
aagatgcgtg 
cagcgccctc 
gcagtggctc 
acccctatag 
agtacgaatc 
agtatagtgc 
atcaaagtag 
ttaaaaaaat 
ttgtaggaaa 
ttttggaact 
aggctgtttg 
atttagaaca 
taccctcttt 
ttttatactt 
gttttcagac 
cactccttaa 
acttcacaca 
acaggatgtg 



cttaaggaac 
tccgtccctc 
tggcgtcgtc 
atgggtcggc 
cctgaggcgc 
tgggggtgga 
tccccagcct 
gggagaaggc 
tcgagccgga 
gaattctact 
gcaaggccag 
ccctggggca 
cagttactcc 
ctctcgttgg 
ggttccagga 
agatggtaat 
ggcttctcct 
agcaccaccc 
tccccagtca 
ccaatcagat 
ctcggggaca 
tgagcctcag 
cagtcttcct 
catacatgtg 
aaagacagac 
ggattcagtt 
taagattcag 
aagtggaagc 
ttgaaatgcc 
gaaaaactgg 
gaatgaatgt 
aaaatttatg 
acaggcttat 
tttttttaaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 



1 



catctggata tcttgtcaca tttttgtaca ttgtgactgc tttcaacata tacttcatgt 2100 
gtaattatag cttagacttt agccttcttg gacttctgtt ttgttttgtt atttgcagtt 2160 
tacaaatata gtattattct ct 2182 



<210> 2 
<211> 457 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> Bcl2 -associated athanogene 4 (BAG4) , Silencer of 
Death Domains (SODD) 

<400> 2 

Met Ser Ala Leu Arg Arg Ser Gly Tyr Gly Pro Ser Asp Gly Pro Ser 
15 10 15 

Tyr Gly Arg Tyr Tyr Gly Pro Gly Gly Gly Asp Val Pro Val His Pro 
20 25 30 

Pro Pro Pro Leu Tyr Pro Leu Arg Pro Glu Pro Pro Gin Pro Pro lie 
35 40 45 

Ser Trp Arg Val Arg Gly Gly Gly Pro Ala Glu Thr Thr Trp Leu Gly 
50 55 60 

Glu Gly Gly Gly Gly Asp Gly Tyr Tyr Pro Ser Gly Gly Ala Trp Pro 
65 70 75 80 

Glu Pro Gly Arg Ala Gly Gly Ser His Gin Glu Gin Pro Pro Tyr Pro 
85 90 95 

Ser Tyr Asn Ser Asn Tyr Trp Asn Ser Thr Ala Arg Ser Arg Ala Pro 
100 105 110 

Tyr Pro Ser Thr Tyr Pro Val Arg Pro Glu Leu Gin Gly Gin Ser Leu 
115 120 125 

Asn Ser Tyr Thr Asn Gly Ala 'Tyr Gly Pro Thr Tyr Pro Pro Gly Pro 
130 135 140 

Gly Ala Asn Thr Ala Ser Tyr Ser Gly Ala Tyr Tyr Ala Pro Gly Tyr 
145 150 155 160 

Thr Gin Thr Ser Tyr Ser Thr Glu Val Pro Ser Thr Tyr Arg Ser Ser 
165 170 175 

Gly Asn Ser Pro Thr Pro Val Ser Arg Trp lie Tyr Pro Gin Gin Asp 
180 185 190 

Cys Gin Thr Glu Ala Pro Pro Leu Arg Gly Gin Val Pro Gly Tyr Pro 
195 200 205 

Pro Ser Gin Asn Pro Gly Met Thr Leu Pro His Tyr Pro Tyr Gly Asp 
210 215 220 

Gly Asn Arg Ser Val Pro Gin Ser Gly Pro Thr Val Arg Pro Gin Glu 
225 230 235 240 



2 



Asp Ala Trp Ala Ser Pro Gly Ala Tyr Gly Met Gly Gly Arg Tyr Pro 
245 250 255 



Trp Pro Ser Ser Ala Pro Ser Ala Pro Pro Gly Asn Leu Tyr Met Thr 
260 265 270 

Glu Ser Thr Ser Pro Trp Pro Ser Ser Gly Ser Pro Gin Ser Pro Pro 
275 280 285 

Ser Pro Pro Val Gin Gin Pro Lys Asp Ser Ser Tyr Pro Tyr Ser Gin 
290 295 300 

Ser Asp Gin Ser Met Asn Arg His Asn Phe Pro Cys Ser Val His Gin 
305 310 315 320 

Tyr Glu Ser Ser Gly Thr Val Asn Asn Asp Asp Ser Asp Leu Leu Asp 
325 330 335 

Ser Gin Val Gin Tyr Ser Ala Glu Pro Gin Leu Tyr Gly Asn Ala Thr 
340 345 350 

Ser Asp His Pro Asn Asn Gin Asp Gin Ser Ser Ser Leu Pro Glu Glu 
355 360 365 

Cys Val Pro Ser Asp Glu Ser Thr Pro Pro Ser lie Lys Lys lie lie 
370 375 380 

His Val Leu Glu Lys Val Gin Tyr Leu Glu Gin Glu Val Glu Glu Phe 
385 390 395 400 

Val Gly Lys Lys Thr Asp Lys Ala Tyr Trp Leu Leu Glu Glu Met Leu 
405 410 415 

Thr Lys Glu Leu Leu Glu Leu Asp Ser Val Glu Thr Gly Gly Gin Asp 
420 425 430 

Ser Val Arg Gin Ala Arg Lys Glu Ala Val Cys Lys lie Gin Ala lie 
435 440 445 

Leu Glu Lys Leu Glu Lys Lys Gly Leu 
450 455 



<210> 3 

<211> 1814 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> ADP-ribosylation factor-1 (ARF1) 
<400> 3 

gcaaaaccaa cgcctggctc ggagcagcag cctctgaggt gtccctggcc agtgtccttc 60 

cacctgtcca caagcatggg gaacatcttc gccaacctct tcaagggcct ttttggcaaa 120 

aaagaaatgc gcatcctcat ggtgggcctg gatgctgcag ggaagaccac gatcctctac 180 

aagcttaagc tgggtgagat cgtgaccacc attcccacca taggcttcaa cgtggaaacc 240 

gtggagtaca agaacatcag cttcactgtg tgggacgtgg gtggccagga caagatccgg 3 00 

cccctgtggc gccactactt ccagaacaca caaggcctga tcttcgtggt ggacagcaat 360 

gacagagagc gtgtgaacga ggcccgtgag gagctcatga ggatgctggc cgaggacgag 420 

ctccgggatg ctgtcctcct ggtgttcgcc aacaagcagg acctccccaa cgccatgaat 480 

gcggccgaga tcacagacaa gctggggctg cactcactac gccacaggaa ctggtacatt 540 



3 



caggccacct 
cagctccgga 
ttactctcat 
ttggtcaccg 
tttttattta 
atattactca 
gggatgtagg 
gcccttggct 
tgcatttttt 
ccccgcctag 
cctcgggaac 
tagagatccc 
tccctgtgct 
cgcaggccgc 
gtccgcgtgt 
gcaggatgtc 
gacccacagc 
cctgcaaggg 
gataaacact 
ttggtgtcgt 
tacttgtttt 
atctcttaac 



gcgccaccag 
accagaagtg 
gtggcaaacg 
tgtgcatcgc 
atgtaaatag 
gcttttttta 
cccatgggca 
tagagctgtg 
aaaatagtta 
catagatttg 
atgaggtggt 
cgcaactcgc 
cccacggttc 
cctacccacc 
ggccagagtg 
tggggcctca 
ccctcgggag 
tccgatttgc 
gaagctggag 
aggaacctct 
cagttttcat 
tatt 



cggcgacggg 
aacgcgaccc 
tgcggctcgt 
accgtgctgt 
tttttgtttc 
ttgtaaaaag 
cctggcctcc 
ttgaaatcca 
agaatccaag 
cagttacggc 
ggtggcgcag 
ttgtccttgg 
ccaggggcca 
ttcaggcagc 
gtccgtcgtc 
ccagcaggag 
caccccacct 
catcgaaaaa 
ctgttaaatt 
tactgctttc 
ttcgacaaac 



ctctatgaag 
ccctccctct 
ggtgtgagtg 
aaatgtggca 
caatgaggca 
aaaaatcaac 
aggagtcgct 
ttttggtggt 
tcgagaacac 
ctggatgcca 
cagactgcga 
gtcaccctgc 
ggctgggagc 
ctatgggacg 
cccaacactc 
cgcgtgcaag 
ctgtgtgtga 
gacaacctct 
tatcttgggg 
aatacacgat 
aagcactgta 



gactggactg 
cactcctctt 
ccagaagctg 
gacgcagcct 
gtttctggta 
tcactgttca 
gtgttgggag 
tggttttaac 
ttgaacacac 
gtcgccagcc 
tcaattctgc 
attccatagc 
ccacagccac 
caggccccat 
gtgctcgctc 
ccgggcaggc 
tgtagctttc 
acttttttct 
aaacctcaga 
tagtaatcaa 
attatagcta 



gctgtccaat 
gccctctgct 
cctccgtggt 
gcggccaggc 
ctcctatgca 
gtgctgagag 
agccggccac 
ccaaactcag 
agaagggaga 
cagctgttcc 
atggtcacag 
catgtgcttg 
cccactatgc 
ctgtccctcg 
agacactttg 
ggtccaccta 
tctccctcag 
tttgtatttt 
actggtctat 
ctgttttgta 
ttagaataaa 



600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1814 



<210> 4 
<211> 181 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> ADP-ribosylation factor-1 (ARF1) 
<400> 4 

Met Gly Asn lie Phe Ala Asn Leu Phe Lys Gly Leu Phe Gly Lys Lys 
15 10 15 

Glu Met Arg lie Leu Met Val Gly Leu Asp Ala Ala Gly Lys Thr Thr 
20 25 30 

lie Leu Tyr Lys Leu Lys Leu Gly Glu lie Val Thr Thr lie Pro Thr 
35 40 45 

lie Gly Phe Asn Val Glu Thr Val Glu Tyr Lys Asn lie Ser Phe Thr 
50 55 60 

Val Trp Asp Val Gly Gly Gin Asp Lys lie Arg Pro Leu Trp Arg His 
65 70 75 80 

Tyr Phe Gin Asn Thr Gin Gly Leu lie Phe Val Val Asp Ser Asn Asp 
85 90 95 

Arg Glu Arg Val Asn Glu Ala Arg Glu Glu Leu Met Arg Met Leu Ala 
100 105 110 

Glu Asp Glu Leu Arg Asp Ala Val Leu Leu Val Phe Ala Asn Lys Gin 
115 120 125 

Asp Leu Pro Asn Ala Met Asn Ala Ala Glu lie Thr Asp Lys Leu Gly 
130 135 140 



4 



Leu His Ser Leu Arg His Arg Asn Trp Tyr lie Gin Ala Thr Cys Ala 
145 150 155 160 



Thr Ser Gly Asp Gly Leu Tyr Glu Gly Leu Asp Trp Leu Ser Asn Gin 
165 170 175 

Leu Arg Asn Gin Lys 
180 



<210> 5 
<211> 3921 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> Ephrin Receptor A2 (EPHA2), Epithelial Cell 
Receptor Protein-Tyrosine Kinase (ECK) 



<400> 5 

cggaagttgc 

gggtgtgcgg 

tccaggcagc 

cggcgcaggg 

ggctcacaca 

cgatctacat 

ccaactgggt 

gtgactgcaa 

atgccgagtc 

acaccattgc 

tgaacgtgga 

aggatatcgg 

agctgctgca 

tggccactgt 

cccgtatgca 

aggcaggcta 

ttgaggcatc 

gtgccacctc 

tgccttgcac 

aggtggagct 

gcgtcacctg 

tgcgctactc 

agccccacat 

ccagccgcag 

ggctggaggg 

agagccgagt 

atgtgcgccg 

acctggtcca 

aattccagac 

tcggtgtggt 

agaaccagcg 

agcccctgaa 

agttcactac 

agtttgggga 

tggccatcaa 

aggccggcat 

ccaaatacaa 

tccttcggga 

tcgcagctgg 

gcaacatcct 

tgctggagga 



gcgcaggccg 
gagccgggct 
ccgcgcctgc 
caaggaagtg 
cccgtatggc 
gtactccgtg 
gtaccgagga 
cagcttccct 
ggacctggac 
gcccgatgag 
ggagcgctcc 
tgcctgtgtg 
gggcctggcc 
ggccggcacc 
ctgtgcagtg 
cgagaaggtg 
tgagagcccc 
ctgcgagtgt 
acgaccccct 
gcgctggacg 
cgaacagtgc 
ggagcctcct 
gaactacacc 
cttccgtact 
ccgcagcacc 
gtggaagtac 
caccgagggt 
ggtgcaggca 
gctgtccccg 
cctgcttctg 
tgcccgccag 
gacatacgtg 
cgagatccat 
ggtgtacaag 
gacgctgaaa 
catgggccag 
gcccatgatg 
gaaggatggc 
catgaagtac 
cgtcaacagc 
cgaccccgag 



gcgggcggga 
cggggggatc 
ttcgccctgc 
gtactgctgg 
aaagggtggg 
tgcaacgtga 
gaggctgagc 
ggtggcgcca 
tacggcacca 
atcaccgtca 
gtggggccgc 
gcgctgctct 
cacttccctg 
tgtgtggacc 
gatggcgagt 
gaggatgcct 
tgcttggagt 
gaggaaggct 
tccgccccac 
ccccctcagg 
tggcccgagt 
cacggactga 
ttcaccgtgg 
gccagtgtca 
acctcgctta 
gaggtcactt 
ttctccgtga 
ctgacgcagg 
gagggatctg 
gtgctggcag 
tccccggagg 
gacccccaca 
ccatcctgtg 
ggcatgctga 
gccggctaca 
ttcagccacc 
atcatcactg 
gagttcagcg 
ctggccaaca 
aacctggtct 
gccacctaca 



gcggacaccg 
ggaccgagag 
tgtggggctg 
actttgctgc 
acctgatgca 
tgtctggcga 
gtaacaactt 
gctcctgcaa 
acttccagaa 
gcagcgactt 
tcacccgcaa 
ccgtccgtgt 
agaccatcgc 
atgccgtggt 
ggctggtgcc 
gccaggcctg 
gccctgagca 
tcttccgggc 
actacctcac 
acagcggggg 
ctggggaatg 
cccgcaccag 
aggcccgcaa 
gcatcaacca 
gcgtctcctg 
accgcaagaa 
ccctggacga 
agggccaggg 
gcaacttggc 
gagttggctt 
acgtttactt 
catatgagga 
tcactcggca 
agacatcctc 
cagagaagca 
acaacatcat 
agtacatgga 
tgctgcagct 
tgaactatgt 
gcaaggtgtc 
ccaccagtgg 



aggccggcgt 
cgagaagcgc 
tgcgctggcc 
agctggaggg 
gaacatcatg 
ccaggacaac 
tgagctcaac 
ggagactttc 
gcgcctgttc 
cgaggcacgc 
aggcttctac 
ctactacaag 
cggctctgat 
gccaccgggg 
cattgggcag 
ctcgcctgga 
cacgctgcca 
acctcaggac 
agccgtgggc 
ccgcgaggac 

cgggccgtgt 

tgtgacagtg 
tggcgtctca 
gacagagccc 
gagcatcccc 
gggagactcc 
cctggcccca 
ggccggcagc 

ggtgattggc 

ctttatccac 
ctccaagtca 
ccccaaccag 
gaaggtgatc 
ggggaagaag 
gcgagtggac 
ccgcctagag 
gaatggggcc 
ggtgggcatg 
gcaccgtgac 
tgactttggc 
cggcaagatc 



gcaggcgtgc 
ggcatggagc 
gcggccgcgg 
gagctcggct 
aatgacatgc 
tggctccgca 
tttactgtac 
aacctctact 
accaagattg 
cacgtgaagc 
ctggccttcc 
aagtgccccg 
gcaccttccc 
ggtgaagagc 
tgcctgtgcc 
ttttttaagt 
tcccctgagg 
ccagcgtcga 
atgggtgcca 
attgtctaca 
gaggccagtg 
agcgacctgg 
ggcctggtaa 
cccaaggtga 
ccgccgcagc 
aacagctaca 
gacaccacct 
aaggtgcacg 
ggcgtggctg 
cgcaggagga 
gaacaactga 
gctgtgttga 
ggagcaggag 
gaggtgccgg 
ttcctcggcg 
ggcgtcatct 
ctggacaagt 
ctgcggggca 
ctggctgccc 
ctgtcccgcg 
cccatccgct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 
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ggaccgcccc 
ttggcattgt 
accacgaggt 
cctccgccat 
agttcgctga 
ccctggctga 
gggtgccctt 
agcacttcat 
acatcaagag 
tgggactcaa 
gagccccatc 
ggccactggg 
gtctcggatg 
ctttccctgc 
ctggagcagg 
ttccctccgc 
aagtaaacag 
actgggtgag 
catcctcatc 
gtgttgaggt 
ggggccccgc 
accggtgctg 
ataagtttct 
taatttatta 
agttgcagat 



ggaggccatt 
catgtgggag 
gatgaaagcc 
ctaccagctc 
catcgtcagc 
ctttgacccc 
ccgcacggtg 
ggcggccggc 
gattggggtg 
ggaccaggtg 
ggccaagaat 
gactttattt 
acaccctggc 
gagacgcaca 
agccccgcca 
cttctcccac 
ggtacctcaa 
acccaaagcg 
cctgactggc 
ttttaaatat 
cagggctggg 
caggagtgtc 
attctgtcag 
ttttttttat 
gattcaaacc 



tcctaccgga 
gtgatgacct 
atcaatgatg 
atgatgcagt 
atcctggaca 
cgcgtgtcta 
tccgagtggc 
tacactgcca 
cggctgcccg 
aacactgtgg 
acttgaagaa 
atttctagtt 
ctgaactgag 
cagctgagca 
cagccttcgg 
atgaggccat 
gccccatttc 
gtccctgtcc 
caaacccttg 
atattttgta 
gacagagggt 
ctgcccatgc 
tgttaaagat 
atttattgtt 
9 



agttcacctc 
atggcgagcg 
gcttccggct 
gctggcagca 
agctcattcg 
tccggctccc 
tggagtccat 
tcgagaaggt 
gccaccagaa 
ggatccccat 
acagagtggc 
ctttcctccc 
gagatgacca 
cttagcaggc 
acagacatat 
ctcaggagat 
ctcacactaa 
ctctagtgcc 
ctttcctggg 
ctttgtggag 
gtcaaacatt 
cccagtcggc 
tttgttttgt 
agaaaatgac 



tgccagcgac 
gccctactgg 
ccccacaccc 
ggagcgtgcc 
tgcccctgac 
cagcacgagc 
caagatgcag 
ggtgcagatg 
gcgcatcgcc 
ctgagcctcg 
ctccctgctg 
cctgcaactt 
gggatgctgg 
accgccacgt 
aggatattcc 
ggagggcttg 
gagggcagac 
ttctttagac 
cctttgcaag 
agaatgtgtg 
cgtgagctgg 
cccatctctc 
tggacatttt 
ttatttctgc 



gtgtggagct 
gagttgtcca 
atggactgcc 
cgccgcccca 
tccctcaaga 
ggctcggagg 
cagtatacgg 
accaacgacg 
tacagcctgc 
acagggcctg 
tgccatgctg 
ccgctgaggg 
gctgggccct 
cccagcatcc 
caagccgacc 
gcccagcgcc 
tgtgaacttg 
cctcgggccc 
atgcttggtt 
tgtgtggcag 
ggactcaggg 
atccttttgg 
tttcgaatct 
tctggaataa 



2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3921 



<210> 6 
<211> 976 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> Ephrin Receptor A2 (EPHA2) , Epithelial Cell 
Receptor Protein-Tyrosine Kinase (ECK) 

<400> 6 

Met Glu Leu Gin Ala Ala Arg Ala Cys Phe Ala Leu Leu Trp Gly Cys 
15 10 15 

Ala Leu Ala Ala Ala Ala Ala Ala Gin Gly Lys Glu Val Val Leu Leu 
20 25 30 

Asp Phe Ala Ala Ala Gly Gly Glu Leu Gly Trp Leu Thr His Pro Tyr 
35 40 45 

Gly Lys Gly Trp Asp Leu Met Gin Asn lie Met Asn Asp Met Pro lie 
50 55 60 

Tyr Met Tyr Ser Val Cys Asn Val Met Ser Gly Asp Gin Asp Asn Trp 
65 70 75 80 

Leu Arg Thr Asn Trp Val Tyr Arg Gly Glu Ala Glu Arg Asn Asn Phe 
85 90 95 

Glu Leu Asn Phe Thr Val Arg Asp Cys Asn Ser Phe Pro Gly Gly Ala 
100 105 110 

Ser Ser Cys Lys Glu Thr Phe Asn Leu Tyr Tyr Ala Glu Ser Asp Leu 
115 120 125 



6 



Asp Tyr Gly Thr Asn Phe Gin Lys Arg Leu Phe Thr Lys lie Asp Thr 
130 135 140 

lie Ala Pro Asp Glu lie Thr Val Ser Ser Asp Phe Glu Ala Arg His 
145 150 155 160 

Val Lys Leu Asn Val Glu Glu Arg Ser Val Gly Pro Leu Thr Arg Lys 
165 170 175 

Gly Phe Tyr Leu Ala Phe Gin Asp lie Gly Ala Cys Val Ala Leu Leu 
180 185 190 

Ser Val Arg Val Tyr Tyr Lys Lys Cys Pro Glu Leu Leu Gin Gly Leu 
195 200 205 

Ala His Phe Pro Glu Thr lie Ala Gly Ser Asp Ala Pro Ser Leu Ala 
210 215 220 

Thr Val Ala Gly Thr Cys Val Asp His Ala Val Val Pro Pro Gly Gly 
225 230 235 240 

Glu Glu Pro Arg Met His Cys Ala Val Asp Gly Glu Trp Leu Val Pro 
245 250 255 

lie Gly Gin Cys Leu Cys Gin Ala Gly Tyr Glu Lys Val Glu Asp Ala 
260 265 270 

Cys Gin Ala Cys Ser Pro Gly Phe Phe Lys Phe Glu Ala Ser Glu Ser 
275 280 285 

Pro Cys Leu Glu Cys Pro Glu His Thr Leu Pro Ser Pro Glu Gly Ala 
290 295 300 

Thr Ser Cys Glu Cys Glu Glu Gly Phe Phe Arg Ala Pro Gin Asp Pro 
305 310 315 320 

Ala Ser Met Pro Cys Thr Arg Pro Pro Ser Ala Pro His Tyr Leu Thr 
325 330 335 

Ala Val Gly Met Gly Ala Lys Val Glu Leu Arg Trp Thr Pro Pro Gin 
340 345 350 

Asp Ser Gly Gly Arg Glu Asp lie Val Tyr Ser Val Thr Cys Glu Gin 
355 360 365 

Cys Trp Pro Glu Ser Gly Glu Cys Gly Pro Cys Glu Ala Ser Val Arg 
-370 375 380 

Tyr Ser Glu Pro Pro His Gly Leu Thr Arg Thr Ser Val Thr Val Ser 
385 390 395 400 

Asp Leu Glu Pro His Met Asn Tyr Thr Phe Thr Val Glu Ala Arg Asn 
405 410 415 

Gly Val Ser Gly Leu Val Thr Ser Arg Ser Phe Arg Thr Ala Ser Val 
420 425 430 

Ser lie Asn Gin Thr Glu Pro Pro Lys Val Arg Leu Glu Gly Arg Ser 
435 440 445 
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Thr Thr Ser Leu 
450 

Arg Val Trp Lys 
465 

Ser Tyr Asn Val 



Leu Ala Pro Asp 
500 

Glu Gly Gin Gly 
515 

Pro Glu Gly Ser 
530 

Val Val Leu Leu 
545 

Arg Arg Lys Asn 



Ser Lys Ser Glu 
580 

Thr Tyr Glu Asp 
595 

His Pro Ser Cys 
610 

Gly Glu Val Tyr 
625 

Val Pro Val Ala 



Arg Val Asp Phe 
660 

His Asn lie lie 
675 

Met lie He Thr 
690 

Arg Glu Lys Asp 
705 

Arg Gly He Ala 



His Arg Asp Leu 
740 

Cys Lys Val Ser 
755 



Ser Val Ser Trp 
455 

Tyr Glu Val Thr 
470 

Arg Arg Thr Glu 
485 

Thr Thr Tyr Leu 



Ala Gly Ser Lys 
520 

Gly Asn Leu Ala 
535 

Leu Val Leu Ala 
550 

Gin Arg Ala Arg 
565 

Gin Leu Lys Pro 



Pro Asn Gin Ala 
600 

Val Thr Arg Gin 
615 

Lys Gly Met Leu 
630 

He Lys Thr Leu 
645 

Leu Gly Glu Ala 



Arg Leu Glu Gly 
680 

Glu Tyr Met Glu 
695 

Gly Glu Phe Ser 
710 

Ala Gly Met Lys 
725 

Ala Ala Arg Asn 



Asp Phe Gly Leu 
760 



Ser He Pro Pro 
460 

Tyr Arg Lys Lys 
475 

Gly Phe Ser Val 
490 

Val Gin Val Gin 
505 

Val His Glu Phe 



Val He Gly Gly 
540 

Gly Val Gly Phe 
555 

Gin Ser Pro Glu 
570 

Leu Lys Thr Tyr 
585 

Val Leu Lys Phe 



Lys Val He Gly 
620 

Lys Thr Ser Ser 
635 

Lys Ala Gly Tyr 
650 

Gly He Met Gly 
665 

Val He Ser Lys 



Asn Gly Ala Leu 
700 

Val Leu Gin Leu 
715 

Tyr Leu Ala Asn 
730 

He Leu Val Asn 
745 

Ser Arg Val Leu 



Pro Gin Gin Ser 



Gly Asp Ser Asn 
480 

Thr Leu Asp Asp 
495 

Ala Leu Thr Gin 
510 

Gin Thr Leu Ser 
525 

Val Ala Val Gly 



Phe He His Arg 
560 

Asp Val Tyr Phe 
575 

Val Asp Pro His 
590 

Thr Thr Glu He 
605 

Ala Gly Glu Phe 



Gly Lys Lys Glu 
640 

Thr Glu Lys Gin 
655 

Gin Phe Ser His 
670 

Tyr Lys Pro Met 
685 

Asp Lys Phe Leu 



Val Gly Met Leu 
720 

Met Asn Tyr Val 
735 

Ser Asn Leu Val 
750 

Glu Asp Asp Pro 
765 
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Glu Ala Thr Tyr Thr Thr Ser Gly Gly Lys lie Pro lie Arg Trp Thr 
770 775 780 



Ala Pro Glu Ala lie Ser Tyr Arg Lys Phe Thr Ser Ala Ser Asp Val 
785 790 795 800 

Trp Ser Phe Gly lie Val Met Trp Glu Val Met Thr Tyr Gly Glu Arg 
805 810 815 

Pro Tyr Trp Glu Leu Ser Asn His Glu Val Met Lys Ala lie Asn Asp 
820 825 830 

Gly Phe Arg Leu Pro Thr Pro Met Asp Cys Pro Ser Ala lie Tyr Gin 
835 840 845 

Leu Met Met Gin Cys Trp Gin Gin Glu Arg Ala Arg Arg Pro Lys Phe 
850 855 860 

Ala Asp lie Val Ser lie Leu Asp Lys Leu He Arg Ala Pro Asp Ser 
865 870 875 880 

Leu Lys Thr Leu Ala Asp Phe Asp Pro Arg Val Ser He Arg Leu Pro 
885 890 895 

Ser Thr Ser Gly Ser Glu Gly Val Pro Phe Arg Thr Val Ser Glu Trp 
900 905 910 

Leu Glu Ser He Lys Met Gin Gin Tyr Thr Glu His Phe Met Ala Ala 
915 920 925 

Gly Tyr Thr Ala He Glu Lys Val Val Gin Met Thr Asn Asp Asp He 
930 935 940 

Lys Arg He Gly Val Arg Leu Pro Gly His Gin Lys Arg He Ala Tyr 
945 950 955 960 

Ser Leu Leu Gly Leu Lys Asp Gin Val Asn Thr Val Gly He Pro He 
965 970 975 



<210> 7 
<211> 200 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :poly-Gly 
flexible linker 

<220> 

<221> M0D_RES 
<222> (6) . . (200) 

<223> Gly residues from position 6 to 200 may be present 
or absent 

<400> 7 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
15 10 15 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
20 25 30 
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Gly Gly Gly 
35 

Gly Gly Gly 
50 

Gly Gly Gly 
65 

Gly Gly Gly 

Gly Gly Gly 

Gly Gly Gly 
115 

Gly Gly Gly 
130 

Gly Gly Gly 
145 

Gly Gly Gly 
Gly Gly Gly 



Gly Gly Gly 
195 



Gly Gly Gly Gly 
Gly Gly 
Gly Gly 



Gly Gly 
55 



Gly Gly 
85 

Gly Gly 
100 

Gly Gly 
Gly Gly 
Gly Gly 



Gly Gly 
70 

Gly Gly 
Gly Gly 
Gly Gly 



Gly Gly 
135 

Gly Gly 
150 



Gly Gly 
165 



Gly Gly 
Gly Gly 
Gly Gly Gly Gly 



Gly Gly 
180 



Gly Gly 
40 

Gly Gly 

Gly Gly 

Gly Gly 

Gly Gly 
105 

Gly Gly 
120 

Gly Gly 
Gly Gly 
Gly Gly 



Gly Gly 
185 

Gly 
200 



Gly Gly Gly Gly Gly Gly Gly 
45 

Gly Gly Gly Gly Gly Gly Gly 
60 

Gly Gly Gly Gly Gly Gly Gly 
75 80 

Gly Gly Gly Gly Gly Gly Gly 
90 95 

Gly Gly Gly Gly Gly Gly Gly 
110 

Gly Gly Gly Gly Gly Gly Gly 
125 

Gly Gly Gly Gly Gly Gly Gly 
140 

Gly Gly Gly Gly Gly Gly Gly 
155 160 

Gly Gly Gly Gly Gly Gly Gly 
170 175 

Gly Gly Gly Gly Gly Gly Gly 
190 
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